The detailed description of the neural mass model and the computational processing of EEG-like data are summarized below. The specific parameter meanings and their values are listed in
The simulation parameters are chosen according to the nomenclature of Steyn-Ross et al. [1] A schematic representation of the neural mass model is given by Figure The original nonlinear partial differential equations were simplified as two first-order ordinary differential equations by making three assumptions: the cortex is homogeneous; all inputs to the soma are regarded as fast variables that have already reached steady states before the soma can make a reaction; input to neuronal populations is added as the sum of a mean value plus a stochastic variation about a mean value.
The simplified equations are written as, 
 is the revised effect-site concentration of propofol ( ) and removing the noise ( 0 ) (  t n  ) in equations (1)-(2), the steady-state values of the excitatory and inhibitory neurons can be located by solving equations (1)-(10), as shown in Fig 5(A) 
The above equations cannot be solved analytically. Then we consider numerical simulations of these equations. To perform time-series simulations, the Euler method was used to update each of the variables, the equations in simulated form are: 
We simulate the continuous time series ) (t
